Surface analysis of poly(p-xylylene) and poly(4-aminomethyl-p-xylylene-co-p-xylylene) by

ToF-SIMS
Poly(p-xylylene) and poly(4-aminomethyl-p-xylylene-co-p-xylylene), non-functionalized and amino-functionalized parylenes were analyzed by ToF-SIMS. Based on these analyses, the presence of amine groups on the amino-functionalized CVD polymer was proven. As shown in 
Characterization of thin hydrogel films
Slope in ∆D/(-∆f)-Plot
The ratio ∆Г ି∆ measured for a thin soft film on a QCM-D sensor in a liquid is derived 2 to ∆Г ି∆ = 2ߨ݂݊ ‫ܬߟ‬ ᇱ , (eq.1).
where f denotes the resonance frequency, Г the imaginary part of the resonance frequency, n is the harmonic order, f 0 is the fundamental frequency, η is the viscosity of the liquid and J' f is the real part of the shear compliance. The ∆ indicates the difference to the reference state (i.e. initial values).
By using the relation between the dissipation D and Г (i.e. D=2Г/f) and knowing that f n ≈ n f 0 , we can rewrite eq.1 as
The shear compliance is defined as J=1/G, with G denoting the shear modulus. If the film is much more rigid than the liquid (which is the case here), the imaginary part of the compliance J" f is much smaller than J' f 2 and G'=1/J' follows. This means the shear modulus of the thin film can be determined by ‫ܩ‬ = ସగఎ ∆ ି∆ ⁄ (eq.3). For the principal component analysis of the secondary ion mass spectra of adsorbed protein, as shown in Figure 7 and Table SI -2, peaks in positive polarity spectra were selected based on conventional datasets 3, 4 of canonical poly(amino acids). Integration intervals were defined from the peak shapes in high mass resolution spectra directly (in other studies several signals with the same nominal mass are combined). The fragment CH 4 N is detectable also for other amino acids beside glycine. Leucine and isoleucine both yield C 5 H 12 N. 
∆D n /(-∆f n ) values during the protein adsorption process
Additional characterization of the gelatin-based hydrogel film with and without adsorbed fibrinogen respectively HSA using ToF-SIMS and principal component analysis
Amino acid compositions of the studied proteins
